Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.004 Å; R factor = 0.044; wR factor = 0.141; data-to-parameter ratio = 13.8.
In the molecule of the title compound, C 19 H 19 N 3 O 2 , the central pyrazole ring makes dihedral angles of 9.89 (3) and 66.06 (5) with the two phenyl rings, and the two phenyl rings form an angle of 74.05 (5) . An intramolecular C-HÁ Á ÁO hydrogen bond forms a six-membered ring, producing an S(6) ring motif. In the crystal structure, intermolecular N-HÁ Á ÁO and C-HÁ Á ÁO hydrogen bonds link each molecule to two others, forming an infinite one-dimensional supramolecular structure along the c axis.
Related literature
For related literature, see: Beeam et al. (1984) ; Bonati (1980) ; Dong & Feng (2006) ; Dong et al. (2008a,b) ; Duan et al. (2007) .
Experimental
Crystal data C 19 H 19 N 3 O 2 M r = 321.37 Monoclinic, P2 1 =c a = 13.0046 (15) Å b = 11.4657 (11) Å c = 11.6874 (12) Å = 99.4530 (10) V = 1719.0 (3) Å 3 Z = 4 Mo K radiation = 0.08 mm À1 T = 298 (2) K 0.50 Â 0.18 Â 0.16 mm
Data collection
Brucker SMART 1000 CCD areadetector diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.960, T max = 0.987 8480 measured reflections 3028 independent reflections 1756 reflections with I > 2(I) R int = 0.041 Refinement R[F 2 > 2(F 2 )] = 0.044 wR(F 2 ) = 0.140 S = 1.02 3028 reflections 219 parameters H-atom parameters constrained Á max = 0.17 e Å À3 Á min = À0.23 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Data collection: SMART (Siemens, 1996) ; cell refinement: SAINT (Siemens, 1996) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL. 
Comment
The pyrazole ring is a prominent structural motif found in numerous pharmaceutically active compounds. Due to the easy preparation and rich biological activity, the pyrazole framework plays an essential role in biologically active compounds and therefore represents an interesting template for combinatorial as well as medicinal chemistry (Beeam et al., 1984; Bonati et al., 1980) . As an extension of our work (Dong et al., 2006; Duan et al., 2007; Dong et al., 2008a; Dong et al., 2008b) on the structural characterization of oxime compounds, the title compound, (Fig. 1) , is reported here.
The single-crystal structure of the title compound is built up by only the C 19 H 19 N 3 O 2 molecules, in which all bond lengths are in normal ranges. In the title compound, the central pyrazole ring makes dihedral angles of 9.89 (3) and 66.06 (5)°w ith the two outer benzene rings, and the two outer benzene rings form an angle of 74.05 (5)°. An intramolecular C-H···O hydrogen bond forms a six-membered ring, producing an S(6) ring motif. In the crystal structure, intermolecular N-H···O and C-H···O hydrogen bonds link each molecule to two others, forming an infinite one-dimensional supramolecular structure along the c axis ( Fig. 2 ).
Experimental
To a solution of 1-phenyl-3-methyl-4-benzoyl-5-pyrazolon (5 mmol) in warm ethanol (5 ml) was added an ethanol (5 ml) solution of ethoxyamine (10 mmol). After stirring the reaction mixture at 338 K for 6 h, the solvent was removed under reduced pressure and the residue was recrystallized from ethanol to give the title compound. Yield, 68%. mp. 444-445 K.
Anal. Calc. for C 19 H 19 N 3 O 2 : C, 71.01; H, 5.96; N, 13.08. Found: C, 71.32; H, 5.81; N, 13.15.
Colorless prismatic crystals suitable for single-crystal X-ray diffraction were obtained by recrystallization from ethanol at room temperature.
Refinement
Non-H atoms were refined anisotropically. H atoms were treated as riding atoms with distances C-H = 0.96 (CH 3 ), C-H = 0.97 (CH 2 ), or 0.93 Å (CH), N-H = 0.86 Å, and U iso (H) = 1.2 U eq (C) and 1.5 U eq (O). 
Cell parameters from 1770 reflections a = 13.0046 (15) Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 
